Psoralea corylifolia is one kind of traditional Chinese medicine used 1 6 in China widely. In this study, we sequence the complete Glycine species in Papilionoideae fall into the same clade based on 2 7 75 conserved coding-protein genes phylogenomic analysis. can serve as the barcodes. In general, our findings will dedicate to 3 0 better comprehension of the genome aspect as well as evolutionary 
tetra-nucleotide, pentanucleotide, and hexanucleotide SSRs. (http://tandem.bu.edu/trf/trf. submit.options.html) was used to find 1 4 7
tandem repeats with the default setting. rRNA genes rrn4.5 (2), rrn5 (2), rrn16, rrn23 psbA, psbB, psbC, psbD, psbE, psbF, psbH, psbI, psbJ, psbK, psbL, psbM, psbN, psbT, psbZ (2), ndhC, ndhD, ndhE, ndhF, ndhG, ndhH, ndhI, ndhJ, ndhK Other genes Maturase matK identity of the four chloroplast genomes, with G.max as a reference.
tRNA genes trnI-CAU (2), trnL-CAA (2), trnV-GAC (2), trnI-GAU a (2), trnA-UGC a (2), trnR-ACG (2), trnN-GUU (2), trnL-UAG, trnP-UGG, trnW-CCA, trnQ-UUG, trnS-GCU,trnR-UCU, trnC-GCA, trnD-GUC, trnY-GUA, trnE-UUC,
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As expected, the alignment of the chloroplast genome showed high 2 4 4 sequence similarity, which indicated that they were highly sequence variations were detected to be located in the non-coding rRNA genes and 30 tRNA genes. The ML and BI phylogenetic trees trnH-psbA, trnK-rbcL, trnG-psbZ, psbD-trnT-trnE, petN-trnC, 4 0 3 trnG-trnS, trnR-trnG-trnS, ndhI-ndhG, trnL-rpl32) are detected.
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In our study, the four highly variable protein-coding genes (ycf1, Phaseoleae and Psoraleeae species. These genes can be taken as Across 36 species (genome size 176,692~121,020) of
Papilionoideae subfamily, we find that all species hold 50-kb
inversion. Moreover, we also find that 13 species from 6 tribes lose species identification, and it is a big step forward. We are thankful to the National Natural Science Foundation of 4 3 9
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